[Abstract] Metabolite profiling using gas chromatography-mass spectrometry (GC-MS) permits the annotation and quantification of a relatively wide variety of metabolites, covering a wide range of biochemical groups of metabolites. Lisec et al. (2006) established a method for GC-MS profiling in plants.
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7. Collect 300 μl aliquots from the supernatant into new 1.5 ml lock-cap microfuge tubes ( Figure   1A7 ).
8. At this stage, the 300 μl aliquots can be immediately transferred into -80 °C for future analyses without being derivatized ( Figure 1A81 ). In case derivatization takes place, dry 300 μl aliquots using a CentriVap benchtop centrifugal vacuum concentrator for 5-6 h at 25 °C ( Figure 1A82 ).
www.bio-protocol.org/e1981 Figure 3C ). The analysis was performed under the conditions described in Table 1 , whereby the DB-5ms capillary column (together with a duraguard, DG) were used to quantify soluble and protein-bound amino acids, and the VF-5ms capillary column was used to quantify sugars, sugar acids, sugar alcohols, tricarboxylic acid (TCA) cycle intermediates and organic acids. The VF-5ms capillary column was used as it can reach a higher temperature, thus, allowing better separation of metabolites within chromatographs. 
